09424347 Results 
SEQ ID NO: 2 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


2924 


100 


. 0 


563 


20 


n/in Q O *± O J 


Human nraanir an in 


o 
z 




JO . 


Q 




z ± 




Unman rtraan i o art "t r\ 


3 


2832.5 


96 


.9 


550 


22 


AAB47271 


hOATl . Homo sapie 


4 


2532 


86 


.6 


551 


20 


AAW88488 


Rat organic anion 


5 


2457 


84. 


.0 


545 


22 


AAB36553 


Mouse organic anio 


6 


1410.5 


48. 


.2 . 


542 


22 


AAB47274 


hOAT3 . Homo sapie 


7 


1409.5 


48. 


.2 


542 


21 


AAY92902 


Human cerebral org 


8 


1369 


46. 


.8 


561 


18 


AAW44196 


Human osteoclast t 


9 


1368.5 


46 


.8 


537 


18 


AAW44195 


Mouse osteoclast t 


10 


1366.5 


46. 


.7 


536 


21 


AAY92903 


Rat cerebral organ 


11 


1225.5 


41, 


.9 


553 


22 


AAE10332 


Human transporter 


12 


1206 


41 , 


.2 


578 


22 


AAE06571 


Human protein havi 


13 


1206 


41. 


.2 


815 


22 


ABG26899 


Novel human diagno 


14 


1127 


38 


.5 


550 


22 


AAE06612 


Human protein havi 


15 


1127 


38 


.5 


550 


22 


AAB69091 


Human organic anio 


16 


1115 


38 


.1 


566 


22 


AAE10336 


Human transporter 


17 


1058.5 


36 


.2 


541 


22 


AAB47276 


hOAT5 . Homo sapie 


18 


996 


34 


.1 


535 


21 


AAY51249 


Rat liver anion tr 



RESULT 1 
AAW88489 

ID AAW88489 standard; Protein; 563 AA. 
XX 

AC AAW884 89; 
XX 

DT 05-MAR-1999 (first entry) 
XX 

DE Human organic anion transporter OAT-1. 
XX 

KW Organic anion transporter; OAT-1; nephrotoxicity; drug release; 

KW drug-drug interaction mechanism; drug elimination; kidney; 

KW beta-lactam antibiotic; non-steroidal antiinflammatory; diuretic. 

XX 

OS Homo sapiens . 
XX . 

PN WO9853064-A1. 
XX 

PD 26-N0V-1998. 
XX 

PF 18-MAY-1998; 98WO- JP02171 . 
XX 

PR 23-MAY-1997; 97JP-0134182 . 
XX 

PA (TANA ) TAN ABE SEIYAKU CO. 
XX 

PI Endou H, Hosoyamada M, Kanai Y, Sekine T; 
XX 

DR WPI; 1999-045310/04. 

DR N-PSDB; AAV79585. 
XX 

PT New renal organic anion transporter protein - useful for, e.g. 

PT screening potential drugs for prevention of nephrotoxicity and as a 

PT reagent for the investigation of drug metabolism 

XX 

PS Claim 1; Page 27-32; 4 5pp; Japanese. 
XX 

CC The present sequence represents human organic anion transporter protein 

CC OAT-1. OAT-1 may be used as a reagent for the in vitro analysis and 

CC study of drug release and drug-drug interaction mechanisms and drug 

CC elimination via the kidney (e.g. for drugs such as beta-lactam 

CC antibiotics, non-steroidal antiinflammatories and diuretics) , and as 



CC a reagent for screening candidate drugs for the prevention of 

CC nephrotoxicity. Oligonucleotide sequences which hybridise to the OAT-1 

CC polynucleotide may be used as probes for detection of OAT-1 gene 

CC sequences . 

XX 

SQ Sequence 563 AA; 



Query Match 100.0%; Score 2924; DB 20; Length 563; 

Best Local Similarity 100.0%; Pred. No. 7.2e-290; 

563; Conservative 0; Mismatches 0; Indels 0; Gaps 

MAFNDLLQQVGGVGRFQQIQVTLVVLPLLLMASHNTLQNFTAAIPTHHCRPPADANLSKN 60 

MM I III INI Ml I III I MM llll l III II MINI II I MM III III II INI I 

maf ndl lqqvggvgr f qqiqvt 1 wlplllmashnt lqnf taaipthhcrppadanl skn 6 0 
GG LE VWL PRDRQGQ PE S C LR FTS PQWG L P F LNGTEANGTGATE PCTDGWI YDNS T F P S T I 120 

1 1 M 1 1 II 1 1 1 1 1 1 1 1 II M I M 1 1 1 Ml I M M 1 1 1 Ml II II M II M II II 1 1 1 1 1 1 

gglevwlprdrqgqpesclrf tspqwglpf lngteangtgatepctdgwiydnstfpsti 120 

VT EWDLVC SHRALRQLAQ S L YMVGVLLGAMVFG YLADRLGRRKVL I LNYLQT AVS GTC AA 180 

I I I I I I I I I I I I I I I I I I I II I I I I I I II I I I I I I I I I II II II I I I II I I I II I I I I I I 
vtewdlvcshralrqlaqslymvgvllgamvfgyladrlgrrkvlilnylqtavsgtcaa 180 

FAPNFPIYCAFRLLSGNIALAGISLNCMTLNVEWMPIHTRACVGTLIGYVYSLGQFLLAGV 240 

1 1 1 1 ii 1 1 ii i ii 1 1 ii 1 1 ii i mm 1 1 ii 1 1 1 iii 1 1 mi ii 1 1 1 ii i ii ii i ii i ii 

fapnfpiycaf rllsgmalagislncmtlnvewmpihtracvgtligyvyslgqf llagv 240 

AYAVPHWRHLQLLVSAPFFAFFIYSWFFIESARWHSSSGRLDLTLRALQRVARINGKREE 300 

II I I II I I I I I M II II II II I I I I I I I I II I I I I I I I I I II II II I I I I II I I I I I I I I 
ayavphwrhlql 1 vsapf f af f iy swf f iesarwhsssgrldl 1 1 ralqrvar ingkree 300 

G AKLS ME VLRAS LQKE LTMG KGQ AS AME LLRC PTLRHL FLCL SMLW FAT S F A YYG LVMDL 360 
I I II I I II I I I I I II I I II I I I I I I I I I I I I I II I I I I II I I I I I I II I i II I I I I I I I I 
gaklsmevlraslqkeltmgkgqasamellrcptlrhlf lclsmlwf atsf ayyglvmdl 360 

420 

420 



Matches 


Qy 


1 


Db 


1 


Qy 


61 


Db 


61 


QY 


121 


Db 


121 


QY 


181 


Db 


181 


Qy 


241 


Db 


241 


Qy 


301 


Db 


301 


Qy 


361 


Db 


361 


Qy 


421 


Db 


421 


Qy 


481 


Db 


481 


Qy 


541 


Db 


541 



INI Mil lllllllll MM IIIMIIIIIIi Mill llllllll [IIMIII I II 



IVRTSLAVLGKGCLAASFNCIFLYTGELYPTMIRQTGMGMGSTMARVGSIVSPLVSMTAE 4 80 

I M 1 1 M 1 1 II 1 1 1 1 1 1 1 1 1 1 II 1 1 1 M 1 1 1 1 1 1 1 II I II 1 1 1 M II M I II 1 1 1 1 1 1 1 

ivrtslavlgkgclaasfncif iytgelyptmirqtgmgmgstmarvgsivsplvsmtae 4 80 

LYPSMPLFIYGAVPVAASAVTVLLPETLGQPLPDTVQDLESRWAPTQKEAGIYPRKGKQT 54 0 

I I I I II I I II I II I II II I M I II I I I I I II I II I I I I II II I I I I M I M I I II I I I M 
lypsmplf iygavpvaasavtvllpetlgqplpdtvqdlesrwaptqkeagiyprkgkqt 54 0 

RQQQEHQKYMVPLQASAQEKNGL 563 

II II I I I I I I I I I II I I II I I I I 
rqqqehqkymvplqasaqekngl 563 



RESULT 4 
AAW88488 

ID AAW88488 standard; Protein; 551 AA. 
XX 

AC AAW88488; 
XX 

DT 05-MAR-1999 (first entry) 
XX 

DE Rat organic anion transporter OAT-1. 
XX 

KW Organic anion transporter; OAT-1; nephrotoxicity; drug release; 

KW drug -drug interaction mechanism; drug elimination; kidney; 

KW beta- lactam antibiotic; non-steroidal antiinflammatory; diuretic. 

XX 

OS Rattus sp. 
XX 

PN WO9853064-A1. 



XX 

PD 26-NOV-1998. 
XX 

PF 18-MAY-1998; 98WO- JP02171 . 
XX 

PR 23-MAY-1997; 97JP-0134182 . 
XX 

PA (TANA ) TAN ABE SEIYAKU CO. 
XX 

PI Endou H, Hosoyamada M, Kanai Y, Sekine T; 
XX 

DR WPI; 1999-045310/04. 

DR N-PSDB; AAV79584 . 
XX 

PT New renal organic anion transporter protein - useful for, e.g. 

PT screening potential drugs for prevention of nephrotoxicity and as a 

PT reagent for the investigation of drug metabolism 

XX 

PS Claim 1; Page 22-26; 4 5pp; Japanese. 
XX 

CC The present sequence represents rat organic anion transporter protein 

CC OAT-1. OAT-1 may be used as a reagent for the in vitro analysis and 

CC study of drug release and drug-drug interaction mechanisms and drug 

CC elimination via the kidney (e.g. for drugs such as beta-lactam 

CC antibiotics, non-steroidal antiinflammatories and diuretics) , and as 

CC a reagent for screening candidate drugs for the prevention of 

CC nephrotoxicity. Oligonucleotide sequences which hybridise to the OAT-1 

CC , polynucleotide may be used as probes for detection of OAT-1 gene 

CC sequences . 

XX 

SQ Sequence 551 AA; 



Query Match 86.6%; Score 2532; DB 20; Length 551; 

Best Local Similarity 85.6%; Pred. No. 8.6e-250; 

482; Conservative 35; Mismatches 34; Indels 12; Gaps 

MAFNDLLQQVGGVGRFQQIQVTLWLPLLLMASHNTLQNFTAAI PTHHCR P P AD ANLS KN 6 0 
I I I I II h I I I I I I I I I Nihil I I I I I II II I ! I I I II I I I I I I I I I hi I II I : 

mafndllkqvggvgrfqliqvtmwaplllmashntlqnf taaipphhcrppananlskd 60 

GGLEVWLPRDRQGQPESCLRFTSPQWGLPFLNGTEANGTGATEPCTDGWI YDNSTFPSTI 120 

I I I I III hi I I I II II II I III II II llllllll M | | Mhlllll I I I I 
ggleawlpldkqgqpesclrf tspqwgppf yngteangtrvtepcidgwvydnstlpsti 120 

VTEWDLVCSHRALRQLiAQSLYMVGVLLGAMVFGYLJU}^ 180 

hlhllllll I II I I I I I I II I I I I I I II I I I I I II I I II I I I I II I I I I I I I I I I 
vtewnlvcshraf rqlaqslymvgvllgamvf gyladrlgrrkvlilnylqtavsgtcaa 180 

FAPNF P I YCAFRLLSGMALAG I S LNCMTLNVEWMP I HTRACVGTL IG YVYS LGQFLLAGV 24 0 

= 111= HI hhllhll hh I I I I I I I! II I III I I I I I I I I I I II I I I I I I h 
yapnytvycvf rllsgmslasiaincmtlnvewmpihtrayvgtligyvyslgqf llagi 24 0 

AYAVPHWRHLQLLVSAPFFAFFIYSWFFIESARWHSSSGRLDLTLRALQRVARINGKREE 300 

I II I II I II I Ihll IN I I I II I M I I II hllll III I I II I I I I I II I I I hi 
ayavphwrhlql wsvpf f iaf iyswf f iesarwysssgrldl t lralqrvar ingkqee 300 

GAKLSMEVLRASLQKELTMGKGQASAMELLRCPTLRHLFLCLSMLWFATSFAYYGLVMDL 360 

llllhllll llllllh 1 1 1 1 1 II 1 1 II 1 1 h 1 1 1 II II 1 1 II 1 1 1 1 1 1 1 III 1 1 1 

gaklsievlrtslqkeltlskgqasamellrcptlrhlf lclsmlwfatsf ayyglvmdl 360 

QGFGVSIYLIQVIFGAVDLPAKLVGFLVINSLGRRPAQMAALLLAGICILLNGVI PQDQS 420 

II I I Ihl I I I II I I II I I I I I | I I I I II h I I I I I ihl II I I I I Ihl h Ih : 
qgfgvsmyliqvifgavdlpakfvcf lvinsmgrrpaqmaslllagicilvngiipksht 420 

IVRTSLAVljGKGCLAASFNCIFLYTGELYPTMIRQTGMGMGSTMARVGSIVSPLVSMTAE 480 
hll II III II | | || hh I II UN III | hllll hill | Mil II II II I I I | | | | 

iirtslavlgkgclassfncif lytgelyptvirqtglgmgstmarvgsivsplvrmtae 480 
LYPSMPLFIYGAVPVAASAvTVTJLPETLGQPLPDTVQDLESRWAPTQKEAGIYPRKGKQT 540 

1 1 1 1 1 1 1 h 1 1 1 II Mill 1 1 1 II 1 1 II II 1 1 1 1 1 h II hll 



Matches 


Qy 


i 


Db 


i 


Qy 


61 


Db 


61 


Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 


Db 


241 


Qy 


301 


Db 


301 


Qy 


361 


Db 


361 


Qy 


421 


Db 


421 


Qy 


481 



Db 4 81 fypsmplf ifgavpwasavtallpetlgqplpdtvqdlksr srgkqn 528 

Qy 541 RQQQEHQKYMVPLQASAQEKNGL 563 

Mill II hlllll llllll 
Db 529 qqqqeqqkqtnmplqastqekngl 551 



RESULT 9 
AAW44195 

ID AAW44195 standard; Protein; 537 AA. 
XX 

AC AAW44195; 
XX 

DT 14-MAY-1998 (first entry) 
XX 

DE Mouse osteoclast transporter protein. 
XX 

KW Mouse; osteoclast transporter protein; osteoporosis; osteopetrosis. 
XX 

OS Mus musculus. 
XX 

PN W09742321-A1. 
XX 

PD 13-NOV-1997. 
XX 

PF 09-MAY-1997; 97WO-US07856 . 
XX 

PR 09-MAY-1996; 96US-0647397 . 
XX 

PA (BGHM ) BRIGHAM & WOMENS HOSPITAL. 
XX 

PI Beier DR, Brady KP; 
XX 

DR WPI; 1997-558983/51. 

DR N-PSDB; AAV12391. 
XX 

PT Novel human and mouse osteoclast . transporter proteins - useful for 

PT isolating agents that decrease osteoclast activity, for treatment of 

PT osteoporosis and osteopetrosis 
XX 

PS Disclosure; Page 26-29; 52pp; English. 
XX 

CC The present sequence represents mouse osteoclast transporter protein. 

CC Agents that bind the nucleic acid encoding the osteoclast transporter 

CC protein can be used to decrease its expression, thereby decreasing 

CC osteoclast activity. The agents can be used to treat osteoporosis 

CC and osteopetrosis. 
XX 

SQ Sequence 537 AA; 



Query Match 46.8%; Score 1368.5; DB 18; Length 537; 

Best Local Similarity 48.9%; Pred. No. 8.2e-131; 

2 73; Conservative 97; Mismatches 159; Indels 29; Gaps 

MAFNDLLQQ VGG VG RFQQ I QVTLWLPLLLMASHNTLQN FT AA I PTHHCRPPADANLSKN 6 0 

I h::| = 11 : I II = llh Ihl = I = I I II III I llllll I 
mtf seildrvgsmgpfqylhvtllalpilgianhnllqif tattpdhhcrpp pn 54 

GGLEVW- LPRDRQGQPESCLRFTS- PQWGLPFLNGTEANGTGATEPCTDGWI YDNSTFPS 118 

II I II hll I II I I II I h llllll lllll III 

aslepwvlplgpngkpekclrfvhlpnaslp--ndtq gatepcldgwiy-nst-rd 106 

TIVTEWDLVCSHRALRQLAQSLYMVGVTjLX^AM 178 

IMIIIIIII I I I I I hhl III hll Ih H HI I Ih 

tivtewdlvcgsnklkemaqsvf magi lvggpvf gel sdrfgrkpiltwsylllaasgss 166 

AAFAPNF P I YCAFRLLSGMALAG I S LNCMTLNVEWMP I HTRACVGTLI G YVYS LGQFLLA 238 
111 = 1= I II I I :::|||h : llllhl III I III l-llhl 



Matches 


Qy 


1 


Db 


1 


Qy 


61 


Db 


55 


Qy 


119 


Db 


107 


Qy 


179 


Db 


167 



Qy 239 GVAYAVPHWRHLQLLVSAPFFAFFIYSWFFIESARWHSSSGRLDLTLRALQRVARINGKR 298 

MINI II III III II I = Ih II II 11 = h Mill III: 

Db 227 glayavpqwrwlqlsvsaaf f if sllswwvpesirwlvlsgkf sralktlqrvatf ngkk 286 

Qy 299 EEGAKLSMEVIjRASLQKELTMGKGQASAMELLRCPTLRHLFLCLSMLWFATSFAYYGLVM 358 
III IhM I :|||::| | : :|| Ih llh I I I I MM I I 

Db 287 eegekltveelkfnlqkditsakvkyglsdlfrvsilrrvtfclslawfatgfayyslam 346 

Qy 359 D LQG FG VS I YL I Q V I FGAVD L PAKLVG FLVI NS LG RR P AQMAALLLAG I C I LLNG V I PQD 418 

IMMMMMM MMM : | M | | | | I MIM || : : 

Db 347 gveefgvniyilqiifggvdipakf itilsisylgrritqgf llilagvailalifvsse 406 

Qy 419 QS I VRTSLAVLGKGCLAAS FNCI FLYTGELYPTMIRQTGMGMGSTMARVGS I VS PLVSMT 478 

-MMM Mill: MMMMI MMMMMMM : MMM-MI M 

Db 4 07 mqllrtalavfgkgclsgsf self lytselyptvlrqtgmgisniwarvgsmiaplvkit 466 

Qy 4 79 AELYPSMPLFIYGAVPVAASAVTVLLPETIX3QPLPDTVQDLESRWAPTQKEAGIYPRKGK 538 

II I M h : = : I III :||h|::|:: = I I 
Db 467 gelqpf ipnvifwtmtllggsaaf filet lnrplpetiediqdwyqqt k 515 

Qy 539 QTRQQQEHQK- - YMVPLQ 554 

:|:|: | :| :||: 
Db 516 ktkqepeaekasqtiplk 533 



Issued: 



SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 


1368.5 


46 


.8 


537 


2 


US-08-647 


-397 


-2 


Sequence 2, Appli 


2 


701.5 


24 


.0 


556 


3 


US-08-501 


-572 


-1 


Sequence 1, Appli 


3 


701.5 


24 


.0 


556 


3 


US-09-040 


-444 


-1 


Sequence 1, Appli 


4 


700 


23 


.9 


555 


3 


US-08-501 


-572 


-3 


Sequence 3, Appli 


5 


700 


23 


.9 


555 


3 


US-09-040 


-444 


-3 


Sequence 3, Appli 


6 


670 


22 


.9 


553 


3 


US-08-501 


-572 


-2 


Sequence 2, Appli 


7 


670 


22 


.9. 


553 


3 


US-09-040 


-444 


-2 


Sequence 2, Appli 


8 


344 


11 


.8 


520 


4 


US-08-964 


-127 


-2 


Sequence 2, Appli 


9 


344 


11 


.8 


520 


4 


US-09-496 


-692 


-2 


Sequence 2, Appli 


10 


292 


10 


.0 


109 


2 


US-08-647 


-397 


-4 


Sequence 4, Appli 


11 


244 .5 


8 


.4 


286 


4 


US-08-964 


-127 


-4 


Sequence 4, Appli 


12 


244 .5 


8 


.4 


286 


4 


US-09-496 


-692 


-4 


Sequence 4, Appli 


13 


200.5 


6 


.9 


322 


4 


US-08-964 


-127 


-6 


Sequence 6, Appli 


14 


200.5 


6, 


.9 


322 


4 


US-09-496 


-692 


-6 


Sequence 6, Appli 


15 


200.5 


6. 


.9 


563 


2 


US-09-031 


-392 


-2 


Sequence 2,. Appli 






a. 








SUMMARIES 






Result 




Query 














No. 


Score 


Match 


Length DB 


ID 






Description 


1 


720.5 


24. 


.6 


593 


2 


JC4884 






organic cation tra 


2 


706.5 


24 . 


.2 


556 


2 


S50862 






organic cation tra 


3 


655 


22. 


.4 


576 


2 


-122509 






hypothetical prote 


4 


628 


21. 


,5 


557 


2 


JW0089 






organic cation tra 


5 


613 


21. 


,0 


557 


2 


JE0346 






high-affinity cam 


6 


457 


15. 


6 


745 


2 


T16565 






hypothetical prote 


7 


450.5 


15. 


4 


794 


2 


T27870 






hypothetical prote 


8 


429.5 


14. 


7 


539 


2 


C96758 






probablle protein 


9 


408.5 


14 . 


0 


515 


2 


B96825 






hypothetical prote 


10 


401.5 


13. 


7 


527 


2 


T01019 






transport protein 


11 


395.5 


13. 


5 


447 


2 


D89646 






protein ZK455.8 [i 



SUMMARIES 



Result Query 



No. 


Score 


Match 


Length DB 


ID 


Description 


1 


628 


£. X 


c 


3D / 


j. 


OCN2_HUMAN 


men q *5 


homo sa.pi en 


2 


626 


21 


4 


557 


1 


OCN2_M0USE 


Q9z0e8 


mus musculu 


3 


626 


21 


4 


557 


1 


OCN2_RAT 


070594 


rattus norv 


4 


387 


13 


2 


529 


1 


Y0U1_CAEEL 


P30638 


caenorhabdi 


5 


334 


11 


4 


751 


1 


YLX5_CAEEL 


P46501 


caenorhabdi 


6 


275 


9 


4 


435 


1 


YT13_CAEEL 


Q10917 


caenorhabdi 


7 


261 


8 


9 


400 


1 


YCEI_BACSU 


034691 


bacillus su 


8 


260.5 


8 


9 


482 


1 


YFIG_BACSU 


P54723 


bacillus su 


9 


240.5 


8 


2 


445 


1 


YGCS_ECOLI 


Q46909 


escherichia 


10 


239.5 


8 


2 


742 


1 


SYV2_RAT 


Q02563 


rattus norv 


11 


239 


8 


2 


1222 


1 


YMP3_CAEEL 


Q10947 


caenorhabdi 


12 


229 


7 


8 


451 


1 


YYAJ_BACSU 


P37514 


bacillus su 



RESULT 4 
Y0U1_CAEEL 

ID Y0U1_CAEEL STANDARD; PRT; 529 AA. 

AC P30638; Q21101; 

DT 01-APR-1993 (Rel . 25, Created) 

DT 30-MAY-2000 (Rel. 39, Last sequence update) 

DT 01-MAR-2002 (Rel. 41, Last annotation update) 

DE Hypothetical 58.3 kDa protein 2K637.1 in chromosome III. 

GN ZK637.1. 

OS Caenorhabditis elegans. 

OC Eukaryota; Metazoa; Nematoda,- Chromadorea; Rhabditida; Rhabditoidea; 

OC Rhabditidae,- Peloderinae; Caenorhabditis. 

OX NCBI_TaxID=6239; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=BRISTOL N2 ; 

RX MEDLINE=92168156; PubMed=1538779 ; 

RA Sulston J., Du Z. ( Thomas K . , Wilson R. , Hillier L . , Staden R., 

RA Halloran N . , Green P., Thierry-Mieg J., Qiu L . , Dear S., Coulson A., 

RA Craxton M. , Durbin R.K., Berks M., Metzstein" M . , Hawkins T., 

RA Ainscough R., Waterston R. ; 

RT "The C. elegans genome sequencing project: a beginning. "; 

RL Nature 356:37-41(1992). 

RN [2] 

RP REVISIONS. 

RC STRAIN=BRISTOL N2 ; 

RA Durbin R. ; 

RL Submitted (NOV-1998) to the EMBL/GenBank/DDBJ databases. 

CC SUBCELLULAR LOCATION: Integral membrane protein (Probable). 

CC -!- SIMILARITY: BELONGS TO THE SUGAR TRANSPORTER FAMILY. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL out station - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib . ch) . 

CC 

DR EMBL; Z11115; CAA774 60.1; -. 

DR EMBL; 222175; CAA77460.1; JOINED. 

DR EMBL; Z22175; CAA80131.1; -. 

DR EMBL; Z11115; CAA80131.1; JOINED. 

DR PIR; S15786; S15786 . 

DR WormPep; ZK637.1; CE06638. 

DR InterPro; IPR003662 ; sub_transporter . 

DR Pfam; PF00083 ; sugar_tr; 1 . 

DR PROSITE; PS00216; SUGAR_TRANSP0RT_1 ; FALSE_NEG . 

DR PROSITE; PS00217; SUGAR_TRANSP0RT_2 ; FALSE_NEG . 

KW Hypothetical protein; Transmembrane; Transport. 

FT DOMAIN 1 85 CYTOPLASMIC (POTENTIAL) . 



FT 


TRANSMEM 


86 


106 


1 (POTENTIAL) . 


FT 


DOMAIN 


107 


120 


EXTRACELLULAR (POTENTIAL) 


FT 


TRANSMEM 


121 


141 


2 (POTENTIAL) . 


FT 


DOMAIN 


142 


157 


CYTOPLASMIC (POTENTIAL) . 


FT 


TRANSMEM 


158 


178 


3 (POTENTIAL) . 


FT 


DOMAIN 


179 


179 


EXTRACELLULAR (POTENTIAL) 


FT 


TRANSMEM 


180 


200 


4 (POTENTIAL) . 


FT 


DOMAIN 


201 


208 


CYTOPLASMIC (POTENTIAL) . 


FT 


TRANSMEM 


209 


229 


5 (POTENTIAL) . 


FT 


DOMAIN 


230 


237 


EXTRACELLULAR (POTENTIAL) 


FT 


TRANSMEM 


238 


258 


6 (POTENTIAL) . 


FT 


DOMAIN 


259 


319 


CYTOPLASMIC (POTENTIAL) . 


FT 


TRANSMEM 


320 


340 


7 (POTENTIAL) . 


FT 


DOMAIN 


341 


372 


EXTRACELLULAR (POTENTIAL) 


FT 


TRANSMEM 


373 


393 


8 (POTENTIAL) . 


FT 


DOMAIN 


394 


410 


CYTOPLASMIC (POTENTIAL) . 


FT 


TRANSMEM 


411 


431 


9 (POTENTIAL) . 


FT 


DOMAIN 


432 


434 


EXTRACELLULAR (POTENTIAL) 


FT 


TRANSMEM 


435 


455 


10 (POTENTIAL) . 


FT 


DOMAIN 


456 


461 


CYTOPLASMIC (POTENTIAL) . 


FT 


TRANSMEM 


462 


480 


11 (POTENTIAL) . 


FT 


DOMAIN 


481 


482 


EXTRACELLULAR (POTENTIAL) 


FT 


TRANSMEM 


483 


502 


12 (POTENTIAL) . 


FT 


DOMAIN 


503 


529 


CYTOPLASMIC (POTENTIAL) . 


SQ 


SEQUENCE 


529 AA; 


58317 


MW; 8D2FF4CBA15ECD2D CRC64 ; 



Query Match 13.2%; Score 387; DB 1; Length 529; 

Best Local Similarity 25.9%; Pred. No. 5.6e-22; 



Matches 


128; Conservative 80; Mismatches 205; Indels 82; Gaps 


Qy 


64 


EVWLPRDRQGQPESCLRFTSPQWGLPFLNGTEANGTGATEPCTD GWIYDN 

h 1 1 1 hi II : MM: hi 

ELGE PTD - QRS PDS EKTFTVDE AVEALGFGRFQLKLS I LTGMAWMADAMEMML 


113 


Db 


51 


102 


Qy 


114 


-STFPSTIVTEWDLVCSHRALRQLAQSLYMVGVLLGAMVFGYLADRI/5RRKVLIL^LQT 

1 : II : H 1 : MM : =1 Ml INI 1 = 1 
LSLISPALACEWGISSVQQA- - -LVTTCVFSGMMLSSTFWGKICDRFGRRKGLTFSTLVA 


172 


Db 


103 


159 


Qy 


173 


AVSGTCAAFAPNF P I YCAFRLLSGMALAG I S LNCMTLNVEWMPI HTRACVGTL IGYVYSL 


232 


Db 


160 


: | : :|:| : || |:| : |: :|| |::| || || ::: 
C I MG V I SGMS PH F YVLL F FRGLTG FG I GG VP - QS VT L YAE FL PTAQRAKCWL I E S FWA I 


218 


Qy 


233 


GQFLLAGVAYAVPH- - - WRHLQLLVSAPFFAFFIYSWFFIESARWHSSSGRLDLTLRALQ 

1 1 Ml 1 Ml 1 1 1 1 M- Mil: Ml : 1 II 
GAVFEALLAYFVMESFGWRALMFLSSLPLGIFAVASFWLPESARFDMASGHPERALETLQ 


289 


Db 


219 


278 


Qy 


290 


R VAR I NG KRE EG AKLSME VLRAS LQKE LTMG KGQAS AME LLRC PTLRH L F LC LSMLW FAT 

MM 1 1 = 1 1 II M M 1 
AAARMN RVQLPTGRLVSSTKAGSESRGDIANLLSPDLRKTTILLWCIWAIT 


349 


Db 


279 


329 


Qy 


350 


SFAYYGLVM- DLQGFG VS I YL I QV I FGA VDLPAKLVG 


385 


Db 


330 


'•\:\\\^\^ 1 I : M =■ : M - 
AFSYYGMVLFTTVLFQSHDECHGGLFSNGTQMEVCQPLTRSDYFDLLSTTLAEFPGLIIT 


389 


Qy 


386 


FLVINSLGRRPAQMAALLLAGI CILLNGVIPQDQSIVRTSLAVLGKGCLAASF 

hi Ih : 1 h |: | | | : : :| 


438 


Db 


390 


VLI I EWFGRKKTMALEYAVFAI FTFLLYFCL DRFTV- TVLI FVARAFI SGAF 


440 


Qy 


439 


NCI FLYTGELYPTMI RQTGMGMGSTMARVGS I VS PLVSMTAELYPSMPLFI YGAVPVAAS 

1 Ml hill M hi 1 llhhlh h hh Ml : 
QCAYVYTPEVYPTTLRAVGLGTCSAMARIGAIVASEKSL SLPIGIYGTAAILGL 


498 


Db 


441 


494 


Qy 


499 


AVTVLLP-ETLGQPL 512 

= MI II h = 

IASLSLPIETKGRQM 509 




Db 


495 





SUMMARIES 

% 

Result Query 



No. Score Match Length DB ID 



Description 



1 


2924 


100, 


.0 


563 


4 


095742 


095742 homo sapien 


2 


2675 


91, 


.5 


519 


4 


Q9NQA6 


Q9nqa6 homo sapien 


3 


2583.5 


88, 


.4 


506 


4 


Q9NQC2 


Q9nqc2 homo sapien 


4 


2571 


87, 


.9 


551 


6 


Q9TSY7 


Q9tsy7 oryctolagus 


5 


2543 


87, 


.0 


551 


11 


035956 


035956 rattus norv 


6 


2443 


83 


.5 


545 


11 


Q61185 


Q61185 mus musculu 


7 


1411.5 


48, 


.3 


562 


13 


057379 


057379 pseudopleur 


8 


1409.5 


48, 


.2 


542 


4 


Q96TC1 


Q96tcl homo sapien 


9 


1376.5 


47 , 


.1 


537 


11 


088909 


088909 mus musculu 


10 


1376.5 


47 


.1 


537 


11 


Q91WJ9 


Q91wj9 mus musculu 


11 


1366.5 


46, 


.7 


536 


11 


Q9R1U7 


Q9rlu7 rattus norv 


12 


1267.5 


43, 


.3 


553 


11 


054778 


054 778 mus musculu 


13 


1225.5 


41 , 


.9 


553 


4 


Q96S37 


Q96s37 homo sapien 


14 


1204 .5 


41, 


.2 


568 


4 


095820 


095820 homo sapien 


15 


1127 


38, 


.5 


550 


4 


Q9NSA0 


Q9nsa0 homo sapien 



RESULT 1 
095742 

ID 095742 PRELIMINARY; PRT; 563 AA. 

AC 095742; 095187; Q9UEQ8 ; Q9UBG6; 

DT 01-MAY-1999 (TrEMBLrel . 10, Created) 

DT 01-MAY-1999 (TrEMBLrel. 10, Last sequence update) 

DT 01-JUN-2001 (TrEMBLrel. 17, Last annotation update) 

DE RENAL ORGANIC ANION TRANSPORT PROTEIN 1. 

GN SLC22A6 OR 0AT1 OR ROAT1 . 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID=9606 ; 

RN [1] 

RP SEQUENCE FROM N.A., AND CHARACTERIZATION. 

RC TISSUE=KIDNEY; 

RX MEDLINE=99103997; PubMed=9887087 ; 

RA Hosoyamada M., Sekine T., Kanai Y., Endou H.; 

RT "Molecular cloning and functional expression of a multispecif ic 

RT organic anion transporter from human kidney."; 

RL Am. J. Physiol. 276 : F122 -F128 (1999) . 

RN [2] 

RP SEQUENCE FROM N . A . 

RX MEDLINE=98433806; PubMed=9762842 ; 

RA Reid G., Wolff N.A., Dautzenberg F.M., Burckhardt G.; 

RT "Cloning of a human renal p-aminohippurate transporter,. hROATl . " ; 

RL Kidney Blood Press. Res. 21:233-237(1998). 

RN [3] 

RP SEQUENCE FROM N.A. 

RC T I S SUE = KI DNE Y ; 

RX MEDLINE=99137667; PubMed=9950961 ; 

RA Lu R., Chan B.S., Schuster V.L.; 

RT "Cloning of the human kidney PAH transporter: narrow substrate 

RT specificity and regulation by protein kinase C." ; 

RL Am. J. Physiol. 276 : F295-F303 (1999) . 

RN [4] 

RP SEQUENCE FROM N.A. 

RC TISSUE=KIDNEY; 

RX MEDLINE=99160894; PubMed=1004 9739 ; 

RA Race J.E., Grassl S.M., Williams W.J., Holtzman E.J.; 

RT "Molecular cloning and characterization of two novel human renal 

RT organic anion transporters (hOATl and h0AT3 ) . " ; 

RL Biochem. Biophys. Res. Commun. 255:508-514(1999). 

RN [5] 

RP SEQUENCE FROM N.A. 

RC TISSUE=KIDNEY; 

RX MEDLINE=99393620; PubMed=l 04 62545 ; 

RA Cihlar T., Lin D.C., Pritchard J.B., Fuller M.D., Mendel D.B., 

RA Sweet D . H . ; 

RT "The antiviral nucleotide analogs cidofovir and adefovir are novel 

RT substrates for human and rat renal organic anion transporter 1 . " ; 



RL Mol. Pharmacol. 56:570-580(1999). 

RN [6] 

RP SEQUENCE FROM N.A. 

RA Bahn A., Prawitt D . , Reid G., EnJclaar T., Wolff N.A., Hillemann A., 

RA Godehardt S., Buttler D., Knabe M., Schulten H.J., Gunawan B., 

RA Fuezesi L. , Zabel B., Burckhardt G.; 

RT "Genomic cloning and characterization of the human renal organic anion 

RT transporter gene (hOATl ) . " ; 

RL Submitted (SEP-1999) to the EMBL/ GenBank/DDB J databases. 

CC -!- FUNCTION: MEDIATES THE NA (+)- INDEPENDENT TRANSPORT OF ORGANIC 

CC ANIONS SUCH AS P-AMINOHIPPURATE AND ALPHA- KETOGLUTARATE . 

CC -!- SUBCELLULAR LOCATION: INTEGRAL MEMBRANE PROTEIN. BASOLATERAL 

CC MEMBRANE (POTENTIAL) . 

CC -!- ALTERNATIVE PRODUCTS: 2 ISOFORMS; ISOFORM H0AT1-1 (SHOWN HERE) 
CC AND ISOFORM HOAT1-2; ARE PRODUCED BY ALTERNATIVE SPLICING. 

CC -!- TISSUE SPECIFICITY: STRONGLY EXPRESSED IN KIDNEY. ALSO DETECTED IN 
CC BRAIN AND AT LOW LEVELS, IN SKELETAL MUSCLE AND PLACENTA. NOT 

CC EXPRESSED IN HEART, LUNG, LIVER, PANCREAS, COLON, THYMUS, SMALL 

CC INTESTINE OR PERIPHERAL BLOOD LEUKOCYTES. IN THE KIDNEY, STRONGLY 

CC EXPRESSED IN PROXIMAL TUBULE CELLS. 

CC -!- PTM: GLYCOSYLATED. 

CC -!- SIMILARITY: BELONGS TO THE SLC22 FAMILY OF TRANSPORTERS. 

DR EMBL; AF057039; AAC70004.1; -. 

DR EMBL ; AB009697; BAA75072.1; -. 

DR EMBL; AF104038; AAD10052.1; -. 

DR EMBL; AB009698; BAA75073.1; -. 

DR EMBL; AF097490; AAD19356.1; 

DR EMBL; AF124373; AAD55356.1; -. 

DR EMBL; AJ24 9369; CAB77184.1; -. 

DR InterPro; IPR003662; sub_transporter . 

DR Pfam; PF00083; sugar_tr; 1. 

KW Transmembrane; Transport; Alternative splicing; Ion transport; 

KW Glycoprotein. 



FT 


TRANSMEM 


136 


156 


POTENTIAL . 




FT 


TRANSMEM 


185 


205 


POTENTIAL . 




FT 


TRANSMEM 


249 


269 


POTENTIAL . 




FT 


TRANSMEM 


338 


358 


POTENTIAL. 




FT 


TRANSMEM 


396 


416 


POTENTIAL . 




FT 


TRANSMEM 


426 


446 


POTENTIAL. 




FT 


TRANSMEM 


485 


505 


POTENTIAL . 




FT 


CARBOHYD 


39 


39 


N-LINKED (GLCNAC. . 


.) (POTENTIAL) 


FT 


CARBOHYD 


56 


56 


N-LINKED (GLCNAC. . 


.) (POTENTIAL) 


FT 


CARBOHYD 


92 


92 


N-LINKED (GLCNAC. . 


.) (POTENTIAL) 


FT 


CARBOHYD 


97 


97 


N-LINKED (GLCNAC. . 


.) (POTENTIAL) 


FT 


CARBOHYD 


113 


113 


N-LINKED (GLCNAC. . 


.) (POTENTIAL) 


FT 


VARSPLIC 


523 


535 


MISSING (IN ISOFORM 


OAT1.2) . 


FT 


CONFLICT 


14 


14 


G -> S (IN REF. 3) . 




FT 


CONFLICT 


563 


563 


L -> F (IN REF. 2) . 




SQ 


SEQUENCE 


563 AA; 


61816 


MW; 74AD3EA2678032E4 


CRC64 ; 



Query Match 100.0%; Score 2924; DB 4; Length 563; 

Best Local Similarity 100.0%; Pred. No. 1.9e-227; 



Matches 


563; Conservative 0; Mismatches 0; Indels 0; Gaps 


QY 


1 


MAFNDLLQQVGGVGRFQQIQVTLWLPLLLMASHNTLQNFTAAIPTHHCRPPADANLSKN 


60 






1 1 1 1 1 llll 1 1 MM 1 Ml ! 1 1 III 1 III 1 III 1 INI III 1 1 1 il 1 1 1 II 1 1 1 1 1 II 1 1 




Db 


1 


MAFNDLLQQVGGVGRFQQIQVTLWLPLLLMASHNTLQNFTAAIPTHHCRPPADANLSKN 


60 


Qy 


61 


GGLEVWLPRDRQGQPESCLRFTSPQWGLPFLNGTEANGTGATEPCTDGWIYDNSTFPSTI 


120 






Ml M M 1 1 Mill Ml M 1 1 1 1 1 1 II 1 1 III 1 II M II 1 llll 1 1 III 1 llll II M II 




Db 


61 


GGLEVWLPRDRQGQPESCLRFTSPQWGLPFLNGTEANGTGATEPCTDGWIYDNSTFPSTI 


120 


Qy 


121 


VT EWDL VCS HRALRQLAQS LYMVGVLLGAMVFGYLADRLGRRKVLI LNYLQTAVSGTCAA 


180 






II II 1 1 llll 1 1 llll III M II II 1 1 III 1 Ml 1 III MM 1 1 III 1 1 III 1 1 1 1 III 1 




Db 


121 


VTEWDLVCSHRALRQLAQS LYMVGVLLGAMVFG YLADRLGRRKVL I LNYLQTAVSGTCAA 


180 



Qy 181 FAPNFPIYCAFRLLSGMALAGISLNCMTLNVEWMPIHTRACVGTLIGYVYSLGQFLLAGV 240 

II II M 1 1 1 1 Ml I II 1 1 1 M 1 1 1 1 1 1 1 II 1 1 M 1 1 1 1 1 MM I II M II III 1 1 1 II 

Db 181 FAPNFPIYCAFRLLSGMALAGISIjNCMTLNVEWMPIHTRACVGTLIGYVYSLGQFLLAGV 240 



Qy 241 AYAVPHWRHLQLLVSAPFFAFFIYSWFFIESARWHSSSGRLDLTLRALQRVARINGKREE 300 

II II II II I I I I I I I I I I I llll II I I II II II I I I I I II II II II II II I I II I I I I I I 
Db 241 AYAVPHWRHIiQLLVSAPFFAFFIYSWFFIESARWHSSSGRLDLTLRALQRVARINGKREE 300 

Qy 301 GAKLSMEVIJU^IXJKELTMGKGQASAMELLRCPTLRHLF 360 

ii ii 1 1 in 1 1 1 1 i 1 1 1 ii ii ii ii i iii ii ii 1 1 1 1 1 1 1 1 mi mm ii 1 1 ii i m 1 1 1 

Db 301 GAKLSMEAHJ^L^KELTMGKGQASAMELI^CPTLRHLFLCLSMLWFATSFAYYGLVMDL 360 
Qy 361 QGFGVSIYLIQVIFGAVDLPAKLVGFLVINSLGRRPAQMAALLLAGICILLNGVIPQDQS 420 

Mill llll I III II 1 1 1 1 lllllll II llllllllllll I III llll III II 1 1 III II 

Db 361 QGFGVSIYLIQVIFGAVDLPAKLVGFLVINSLGRRPAQMAALLLAGICILLNGVIPQDQS 420 
Qy 421 IWTSLAVLGKGCLAASFNCIFLYTGELYPTMIRQTGMGMGSTMARVGSIVSPLVSMTAE 480 

II 1 1 1 Ml 1 1 1 M M 1 1 1 1 1 1 Mill II Ml II I M I Ml II II 1 1 II 1 1 1 II 1 1 1 1 1 1 1 

Db 421 IWTSI^VLGKGCLAASF^CIFLYTGELYPT^IRQTGMGMGSTMARVGSIVSPLVSMTAE 480 
Qy 481 LY PSMP L F I YGAVP VAAS AVTVLL PET LGQ P L PDTVQD LE S RWA PTQKEAG I Y PRKG KQT 540 

1 1 II I Mill I M M 1 1 1 1 1 1 II II 1 1 1 1 1 1 II M M I II I Ml 1 1 II 1 1 1 MM 1 1 1 1 1 

Db 4 81 LYPSMPLFIYGAVPVAASAVTVLLPETLGQPLPDTVQDLESRWAPTQKEAGIYPRKGKQT 54 0 
Qy 541 RQQQEHQKYMVPLQASAQEKNGL 563 

II II II llll I M MM II II II 

Db 541 RQQQEHQKYMVPLQASAQEKNGL 563 

RESULT 5 
035956 

ID 035956 PRELIMINARY; PRT; 551 AA. 

AC 035956; 

DT 01 -JAN- 1998 (TrEMBLrel . 05, Created) 

DT 01-JAN-1998 (TrEMBLrel. 05, Last sequence update) 

DT 01-JUN-2001 (TrEMBLrel. 17, Last annotation update) 

DE RENAL ORGANIC ANION TRANSPORT PROTEIN 1. 

GN SLC22A6 OR ROAT1 . 

OS Rattus norvegicus (Rat) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodent ia; Sciurognathi ; Muridae; Murinae; Rattus. 

OX NCBI_TaxID=10116 ; 

RN [1] 

RP SEQUENCE FROM N.A. , FUNCTION, AND TISSUE SPECIFICITY. 

RC T ISSUE =KIDNEY; 

RX MEDLINE=98043701; PubMed=9374486 ; 

RA Sweet D.H., Wolff N.A., Pritchard J.B.; 

RT "Expression cloning and characterization of ROAT1 . The basolateral 

RT organic anion transporter in rat kidney."; 

RL J. Biol. Chem. 272:30088-30095(1997). 

RN [2] 

RP SEQUENCE FROM N.A., FUNCTION, AND TISSUE SPECIFICITY . 

RC STRAIN=SPRAGUE-DAWLEY; TISSUE=KIDNEY; 

RX MEDLINE=97373539; PubMed=9228014 ; 

RA Sekine T., Watanabe N., Hosoyamada M., Kanai Y., Endou H.,- 

RT "Expression cloning and characterization of a novel multispecif ic 

RT organic anion transporter."; 

RL J. Biol. Chem. 272:18526-18529(1997). 

CC -!- FUNCTION: MEDIATES THE NA (+) -INDEPENDENT TRANSPORT OF ORGANIC 
CC ANIONS SUCH AS CYCLIC NUCLEOTIDES, PROSTAGLANDIN E2 AND URIC ACID. 

CC -!- SUBCELLULAR LOCATION: INTEGRAL MEMBRANE PROTEIN. BASOLATERAL 
CC MEMBRANE (POTENTIAL) . 

CC -!- TISSUE SPECIFICITY: STRONG EXPRESSION IN KIDNEY. VERY WEAK 

CC EXPRESSION IN BRAIN. NOT DETECTED IN HEART, LUNG, LIVER, SPLEEN 

CC SKELETAL MUSCLE, SMALL INTESTINE, LARGE INTESTINE, EYE OR TESTIS. 

CC EXPRESSED IN THE PROXIMAL TUBULE IN THE KIDNEY. 

CC -!- PTM: GLYCOSYLATED (BY SIMILARITY). 

CC -!- SIMILARITY: BELONGS TO THE SLC22 FAMILY OF TRANSPORTERS. 

DR EMBL; AF008221; AAC18772.1; 

DR EMBL; AB004559; BAA22086.1; -. 

DR Inter Pro; IPR003662; sub_t ran sport er . 

DR Pfam; PF00083; sugar_tr; 1. 

KW Transmembrane; Transport; Glycoprotein; Ion transport. 

FT TRANS MEM 136 156 POTENTIAL . 



FT 


TRANSMEM 


196 


216 


POTENTIAL. 




FT 


TRANSMEM 


249 


269 


POTENTIAL. 




FT 


TRANSMEM 


338 


358 


POTENTIAL. 




FT 


TRANSMEM 


396 


416 


POTENTIAL. 




FT 


TRANSMEM 


485 


505 


POTENTIAL . 




FT 


CARBOHYD 


39 


39 


N-LINKED {GLCNAC . 


.) (POTENTIAL) 


FT 


CARBOHYD 


56 


56 


N- LINKED (GLCNAC. 


.) (POTENTIAL) 


FT 


CARBOHYD 


92 


92 


N-LINKED (GLCNAC. 


.) (POTENTIAL) 


FT 


CARBOHYD 


97 


97 


N-LINKED (GLCNAC. 


.) (POTENTIAL) 


FT 


CARBOHYD 


113 


113 


N-LINKED (GLCNAC. 


.) (POTENTIAL) 


FT 


CARBOHYD 


184 


184 


N-LINKED (GLCNAC. 


.) (POTENTIAL) 


SQ 


SEQUENCE 


551 AA; 


60766 


MW; 8BA47BE628324BF2 


CRC64; 



Query Match 87.0%; Score 2543; DB 11; Length 551; 

Best Local Similarity 86.0%; Pred. No. 9.5e-197; 

484; Conservative 35; Mismatches 32; Indels 12; Gaps 

MAFNDLLQQVGGVGRFQQIQVTLWLPLLLMASHNTLQNFTAAI PTHHCRP PADANLSKN 6 0 

Mill I hill 1 1 1 II I Nihil 1 1 INI hill II MM I llllllhllllh 

MAFNDLLKQVGG VGRFQL I QVTMWA PLLLMAS HNT LQN FT AAI PPHHCRPPANANLSKD 6 0 
GGLEVWLPRDRQGQPESCLRFTSPQWGLPFLNGTEANGTGATEPCTDGWIYDNSTFPSTI 120 

Mil III h! 1 1 1 1 II II 1 1 1 II h II llllllll I II I I I I U I 1 I I I I I I I 

GGLEAWLPLDKQGQPESCLRFTSPQWGPPFYNGTEANGTRVTEPCIDGWVYDNSTFPSTI 120 
VTEWDLVCSHRALRQLAQSLYMVGVLIX3AMVFGYLADRLGRRKVLI LNYLQTAVSGTCAA 180 

lllhlllllll 1 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II II III I II 1 1 1 1 1 

VTEWNLVCSHRAFRQLAQSLYMVGVLLGAMVFGYLADRLGRRKVLI LNYLQTAVSGTCAA 180 
FAPNFPIYCAFRLLSGMALAGISI^CMTLNA^WMPIHTRACVGTLIGYVYSLGQFLLAGV 24 0 

MM: Ml 1111111 = 11 hh 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 II II II 1 1 II I M h 

YAPNYTVYCTFRLLSGMSIASIAINCMTLNVEWMPIHTRAWGTLIGYVYSLGQFLLiAGI 24 0 
AYAVPHWRHLQLLVSAPFFAFFIYSWFFIESARWHSSSGRLDLTLRALQRVARINGKREE 300 

II 1 1 1 1 II II I hi I Ml 1 1 II i 1 1 1 1 1 1 1 hi 1 1 1 II 1 1 1 1 1 1 1 1 II 1 1 II I hi I 

AYAVPHWRHLQLWSVPFFIAFIYSWFFIESARWYSSSGRLDLTLRALQRVARINGKQEE 300 

GAKLSMEVLRASLQKELTMGKGQASAMELLRCPTLRHLFLCLSMLWFATSFAYYGLVMDL 360 

llllhllll llllllh I I I I III hi Ml I MM I I I I I I I I I I I I II I I I I I I I I 
G AKLS I E VLRTS LQKE LT LS KGQAS AME LLRC PT LRHL F LC L S MLWF ATS F A YYG L VMD L 360 

QG FGVS I YLI Q VI FG A VD L P AKL VG F L V I N S LG RR P AQMAALLLAG I C I LLNG VI PQDQ S 420 

I I II MM I I I II I I I II I I I I I I I I I I h I I I I I II h II II I I II h I hi h : 
QG FGVS MYL I QV I FGAVDL PAKFVC FL V INS MGRRP AQMAS LLLAG I C I L VNG 1 1 PKSHT 420 

I VRT S LAVLGKG CLAAS FNC I F L YTGE L Y PTM I RQTGMGMG S TMAR VG S I VS P L VS MT AE 480 

hi 1 1 1! 1 1 1 1 II I IMI 1 1 1 1 1 1 1 1 1 III hh 1 1 hill 1 1 1 1 M I MM 1 1 1 1 1 1 1 1 

IIRTSLAVLGKGCLASSFNCIFLYTGELYPTVIRQTGLGMGSTMARVGSIVSPLVSMTAE 480 

LYPSMPLFIYGAVPVAASAVTVLLPETLGQPLPDTVQDLESRWAPTQKEAGIYPRKGKQT 540 

I I I I I II hi I II I Mill II llllllll Mill I hi I Mil 
FYPSMPLF I FGAVPWASAVTALLPETLGQPLPDTVQDLKSR SRGKQN 528 

RQQQEHQKYMVPLQASAQEKNGL 563 
Mill I I hlllll | | I I I I 



Matches 


QY 


1 


Db 


1 


QY 


61 


Db 


61 


Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 


Db 


241 


Qy 


301 


Db 


301 


Qy 


361 


Db 


361 


Qy 


421 


Db 


421 


Qy 


481 


Db 


481 


Qy 


541 


Db 


529 



RESULT 6 
Q61185 

ID Q61185 PRELIMINARY; PRT; 

AC Q61185; 

DT 01-NOV-1996 (TrEMBLrel . 01 
DT 01-NOV-1996 (TrEMBLrel. 01 
DT 01-DEC-2001 (TrEMBLrel. 19 
DE KIDNEY-SPECIFIC TRANSPORT PROTEIN. 
GN SLC22A6 . 

OS Mus musculus (Mouse) . 



545 AA. 



Created) 

Last sequence update) 
Last annotation update) 



OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodent ia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090 ; 

RN [13 

RP SEQUENCE FROM N.A. 

RC STRAIN=BALB/C ; 

RX MEDLINE=97197822; PubMed= 904 5672 ; 

RA Lopez -Nieto C.E., You G. f Bush K.T., Barros E.J., Beier D.R., 

RA Nigam S.K. ; 

RT "Molecular cloning and characterization of NKT, a gene product related 

RT to the organic cation transporter family that is almost exclusively 

RT expressed in the kidney."; 

RL J. Biol. Chem. 272:6471-6478(1997). 

CC -!- SUBCELLULAR LOCATION: INTEGRAL MEMBRANE PROTEIN (BY SIMILARITY) . 

CC -!- SIMILARITY: BELONGS TO THE SUGAR TRANSPORTER FAMILY. 

DR EMBL; U52842; AAC53112.1; 

DR MGD; MGI: 892001; Slc22a6. 

DR InterPro; IPR003662; sub_t ran sport er . 

DR Pfam; PF00083; sugar_tr; 1. 

KW Transmembrane . 

SQ SEQUENCE 545 AA; 59983 MW; CD3B762E5984933A CRC64 ; 



Query Match 83.5%; Score 2443; DB 11; Length 545; 

Best Local Similarity 83.1%; Pred. No. l.le-188; 

Matches 468; Conservative 41; Mismatches 36; Indels 18; Gaps 
Qy 1 MAFND LLQQ VGG VGR FQQ I Q VT LWL PL LLMAS HNT LQNFT AAI PTHHCR P PAD ANLS KN 60 

1 1 1 mi : 1 1 1 1 1 1 1 1 1 nihil iiiiiiiiiiiiiiiiin iiiiiihiiiih 

Db 1 MAFTJDLLKQVGGVGRFQLIQVTMVVAPLLLMASHNTLQNFTAAIPAHHCRPPANANLSKD 60 

Qy 61 GGLE VWL PRDRQGQ P E S C LR FT S PQWGL P FLNGT EANGTG AT E PCTDGW I YDNS T F P S T I 120 

I I I I II hi hi I I Ml I I II III I I HUM llhllllllllll 

Db 61 GGLEARLPLDKQGRPESCLRFPFPH NGTEANGTGVTEPCLDGWVYDNSTFPSTI 114 

Qy 121 VTEWD L VC S HRALRQLAQS L YMVG VLLGAMVFG YLADRLGRRKVL I LNYLQT AVSGTCAA 180 

III hill 1 1 II I II IN hi III II II hi I 111 1 1 II IIIIIIMI MM II II III 

Db 115 VTEWNLVCSHRAFRQLAQSLFMVGVLIXSAMMFGYLADRIj^ 174 
Qy 181 FAPNFPIYCAFRLLSGMALAGISIjNCMTIjNVEWMPIHTRACVGTLIGYVYSLGQFLLAGV 24 0 

Mlh Ml llllllhll ! -I IMIhll I II 1 1 II I II II 1 1 1 1 1 1 1 1 1 1 II h 

Db 175 YAPNYTVYCIFRLLSGMSIiASIAINCMTIJ^MEWMPIHTRAYVGTLIGYVYSLGQFLLAGI 234 
Qy 241 AYAVPHWRHLQLLVSAPFFAFFIYSWFFIESARWHSSSGRIiDLTLRALQRVARINGKREE 300 

J J 1 1 1 i 1 1 1 1 1 1 II III 1 1 1 II II II 1 1 h 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 hi I 

Db 235 AYAVPHWRHLQLAVSVPFFVAFIYSWFFIESARWYSSSGRLDLTLRALQRVARINGKQEE 294 
Qy 301 GAKLSMEVLRASLQKELTMGKGQASAMELLRCPTLRHLFLCLSMLWFATSFAYYGLVMDL 360 

II 1 1 h 1 1 h 1 1 1 1 1 1 h 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 II I II 

Db 295 G AKLS I E VLQTS LQ KE LT LNKGQAS AME LLRC PT LRRL FLC LSMLW FAT S F A YYG L VMD L 354 

Qy 361 QGFG VS I YL I Q V I FGAVD L P AKLVG FL V I N S LGRR PAQMAALLLAG I C I LLNG V I PQDQS 420 

I I I I I hi I I II I I I I I I II I | I I I I I hi I I I I hhl I I II I I I h Ihl h : 
Db 355 QG FG VS MYL I Q V I FGAVD L P AKF VC FL V I N S MGRR P AQLAS LLLAG I C I LVNG 1 1 PRGHT 414 

■Qy 421 IVRTSLAVLGKGCLAASFNCIFLYTGELYPTMIRQTGMGMGSTMARVGSIVSPLVSMTAE 4 80 

h I I I I I II I I I I I h I I I I I I I I I I I I I I I I I I I I h I I I I I I I I I I I I I I I h I I I I I 
Db 415 IIRTSLAVLGKGCLASSFNCIFLYTGELYPTMIRQTGLGMGSTMARVGSIVSPLISMTAE 474 

Qy 481 LYPSMPLFIYGAVPVAASAVTVLLPETLGQPLPDTVQDLESRWAPTQKEAGIYPRKGKQT 540 

1 1 hi 1 1 h 1 1 1 1 1 1 II 1 1 1 I II II II II 1 1 1 1 1 II h 1 1 MM 

Db 475 FYPSI PLFI FGAVPVAASAVTALLPETLGQPLPDTVQDLKSR SRGKQK 522 

Qy 541 RQQQEHQKYMVPLQASAQEKNGL 563 

Ml I II hill I I I I I I I 
Db 523 QQQLEQQKQMI PLQVSTQEKNGL 545 



RESULT 7 



057379 

ID 057379 PRELIMINARY; PRT; 562 AA. 

AC 057379; 

DT 01-JUN-1998 (TrEMBLrel . 06, Created) 

DT 01-JUN-1998 (TrEMBLrel. 06, Last sequence update) 

DT 01-JUN-2001 (TrEMBLrel. 17, Last annotation update) 

DE RENAL ORGANIC ANION TRANSPORTER. 

OS Pseudopleuronecta americanus (Winter flounder) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostorai; 

OC Actinopterygii; Neopterygii; Teleostei; Euteleostei; Neoteleostei; 

OC Acanthomorpha; Acanthopterygii; Percomorpha ; Pleuronectiformes; 

0C Pleuronectoidei; Pleuronectidae; Pseudopleuronectes . 

OX NCBI_TaxID= 8265; 

RN [1] 

RP SEQUENCE FROM *N . A . , AND FUNCTION . 

RC TISSUE=KIDNEY; 

RX MEDLINE=98072393; PubMed=9409735 ; 

RA Wolff N.A., Werner A. , Burkhardt S., Burckhardt G.; 

RT "Expression cloning and characterization of a renal organic anion 

RT transporter from winter flounder."; 

RL FEBS Lett. 417:287-291(1997). 

CC -!- FUNCTION: MEDIATES THE NA(+) -INDEPENDENT TRANSPORT OF ORGANIC 
CC ANIONS SUCH AS P-AMINOHIPPURATE . 

CC -!- SUBCELLULAR LOCATION: INTEGRAL MEMBRANE PROTEIN. BASOLATERAL 

CC MEMBRANE (POTENTIAL) . 

CC -!- PTM: GLYCOSYLATED (BY SIMILARITY). 

CC -!- SIMILARITY: BELONGS TO THE SLC21 FAMILY OF TRANSPORTERS. 

DR EMBL; Z97028; CAB09724.1; -. 

DR InterPro; IPR003662; sub_transporter . 

DR Pfam; PF00083; sugar_tr; 1. 

KW Transmembrane; Transport; Glycoprotein; Ion transport. 



FT 


TRANSMEM 


148 


168 


POTENTIAL . 




FT 


TRANSMEM 


175 


195 


POTENTIAL. 




FT 


TRANSMEM 


206 


226 


POTENTIAL. 




FT 


TRANSMEM 


261 


281 


POTENTIAL. 




FT 


TRANSMEM 


409 


429 


POTENTIAL . 




FT 


TRANSMEM 


496 


516 


POTENTIAL . 




FT 


CARBOHYD 


54 


54 


N- LINKED (GLCNAC. , 


. . ) (POTENTIAL) 


FT 


CARBOHYD 


95 


95 


N- LINKED (GLCNAC. , 


. .) (POTENTIAL) 


FT 


CARBOHYD 


124 


124 


N- LINKED (GLCNAC. . 


. . ) (POTENTIAL) 


SQ 


SEQUENCE 


562 AA; 


61992 


MW; 7DC1A67F32801D2D 


CRC64 ; 



Query Match 4 8.3%; Score 1411.5; DB13; Length 562; 

Best Local Similarity 48.6%; Pred. No. 1.6e-105; 

Matches 270; Conservative 109; Mismatches 155; Indels 21; Gaps 

Qy 1 MAFNDLLQQVGGVGRFQQIQVTLWLPLLLMASHNTLQNFTAAIPTHHCRPPAD ANL 57 

I hOhlll INI : llh :|:|:|IMMIII I :hhl h II 
Db 1 MPFSELLEQVGSTGRFQVLHWLLCIPVLMMASHNLLQNFVATVPSHYCNAHANLSQARL 60 

Qy 58 SKNGGLEVWLPRDRQGQPESCLRFTSPQWGLPFLNGTEANG TGATEPCTDG 108 

I I : :| I hh I h : I I I I III = | I : Ml 

Db 61 SLEESLLITVPLDGAGKPQRCQRYAAPQWHLLGKNGTSGSGDLADATESMDAALQECSDG 120 

Qy 109 WIYDNSTFPSTIVTEWDLVCSHRALRQLAQSLYMVGVLLGAMVFGYLADRLGRRKVLIUtf 168 

I h- Ill-H III : :h h H I MhlhMI III III :|::: 
Db 121 WSYNSTVRSSTIISEWHLVCDMHSFKQMGQTIYMGGVLVGALLFGGLSDRYGRRILLLIS 180 

Qy 169 YLQTAVSGTCAAFAPNFPIYCAFRLLSGMALAGISLNCMTLNVEWMPIHTRACVGTLIGY 228 

I MINIMI: :| ::| || |:[|:|: || :| ||hl I III M 
Db 181 NLLMAVSGTCAAFSSS FSLFCVFRFGCGLALSGLGLNTFSLIVEWI PTRI RTAVGTTTGY 240 

Qy 229 VYSLGQFLLAGVAYAVPHWRHLQLLVSAPFFAFFIYSWFFIESARWHSSSGRLDLTLRAL 288 

hill I Ml : II I I II Ih Ih MM Ihll = I I = hi 
Db 241 CYTLGQLILVLLAYFIRDWRWLTLAVSLPFYVFFLIAWWFHESSRWLALSNRTEHALKNL 300 



Qy 

Db 



289 QRVARINGKREEGAKLSMEVLRASLQKELTMGKGQASAMELLRCPTLRHLFLCLSMLWFA 34 8 

: Ml Ih II II :::| I - I I - \ I ::| I :| WW :| 
301 KSVARFNGRHEEAEKLDIKMLHESMKKEMSCTQGSYSILDLFNTPAMRKRTLCLSAVWLS 360 



Qy 34 9 TS FA YYG LVMDLQG FG VS I YL I QVT FGAVDLPAKLVG FLV INS LGRR P AQMAALLLAG I C 408 

llllllll III III I I I I I I I II I I I : M h I - MM M I I = = 1 I I 

Db 361 TSFAYYGLAMDLDKFGVDI YLIQVI FGAVDI PAKWVWSMSLIGRRRSQCAVLWAGIT 420 

Qy 409 I LLNG V I PQDQS I VRT S LAVLG KG CLAAS FNC I F L YTG E L YPTM I RQTGMGMG S TMAR VG 468 

I I I I -I h Ml I II I I I I I II II I I I : I I ! ! I : f I I I I Ml I Ml! 
Db 421 I LLNLLV P YD KQT I RTCLA VLG KGC LAAS FNCC YL YSG E L F PT 1 1 RQNGMGWVS MMAR I G 480 

Qy 469 SIVSPLVSMTAELYPSMPLFIYGAVPVAASAVTVLLPETLGQPLPDTVQDLESRWAPTQK 528 

: : I : I : I =1 : I =1 III h = : llllll IMIIMIM 
Db 481 AMVAPMVLLTRDYIPWLPGLIYGGAPILSGLAAIFLPETLGYPLPDTIQDVE 532 

Qy 529 EAGIYPRKGKQTRQQ 543 

hi M I = =: 
Db 533 ESG - SGRKSKMSTKE 546 



RESULT 12 
054778 

ID 054778 PRELIMINARY; PRT; 553 AA. 

AC 054778; 

DT 01-JUN-1998 (TrEMBLrel . 06, Created) 

DT 01-JUN-1998 (TrEMBLrel. 06, Last sequence update) 

DT 01 -DEC- 2 001 (TrEMBLrel. 19, Last annotation update) 

DE RST . 

GN SLC22AL2. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=KIDNEY; 

RX MEDLINE=98072412; PubMed=9409754 ; 

RA Mori K., Ogawa Y. , Ebihara K . , Aoki T., Tamura N., Sugawara A., 

RA Kuwahara T., Ozaki S., Mukoyama M. , Tashiro K. , Tanaka I., Nakao K. ; 

RT " Kidney- specif ic expression of a novel mouse organic cation 

RT transporter- like protein."; 

RL FEBS Lett. 417:371-374(1997). 

CC -!- SUBCELLULAR LOCATION: INTEGRAL MEMBRANE PROTEIN (BY SIMILARITY). 

CC -!- SIMILARITY: BELONGS TO THE SUGAR TRANSPORTER FAMILY. 

DR EMBL; AB005451; BAA23875.1; -. 

DR MGD; MGI: 1195269; Slc22al2 . 

DR Inter Pro; IPR003662; sub_transporter . 

DR Pfam; PF00083; sugar_tr; 1. 

KW Transmembrane . 

SQ SEQUENCE 553 AA; 60160 MW; D991F5F74A39BBBF CRC64 ; 



Query Match 43.3%; Score 1267.5; DB 11; Length 553; 

Best Local Similarity 4 6.9%; Pred. No. 6.5e-94; 



Matches 


250; Conservative 91; Mismatches 181; Indels 11; Gaps 


Qy 


i 


MAFND LLQQ VGG VG R FQQ I QVT LWL P LLLMAS HNT LQN FT AA I PTHHC R P P AD 

III : 1 1 MIIMIII 1 :| hi : : | |:||:||:| III 
MAFPELIiDRVGGLGRFQLFQTVALWPILWVTTQNMLENFSAAVPHHRCWVPLLDNSTSQ 


54 


Db 


i 


60 


Qy 


55 


ANLSKNGG LEVWLPRDRQGQPESCLRFTS PQWG L P F LNGTEAN - GTGATEPCTDGW 

1- : 1 I I :| M MM III 1 III Mill III 
AS I PGDLGPDVLLAVS I PPGPDQQPHQCLRFRQPQWQLTESNATATNWSDAATEPCEDGW 


109 


Db 


61 


120 


Qy 


110 


I YDNS T F PST I VTEWD L VC S HRALRQLAQS L YMVG VLLG AMVFG YLADRLGRRKVL I LNY 

MM 11 Mill II llh :||| :|lh:: MMI 1 \ :|| III =11 =1 

VYDHSTFRSTI VTTWDLVCNSQALRPMAQS I FLAGILVGAAVCGHASDRFGRRRVLTWS Y 


169 


Db 


121 


180 


Qy 


170 


I^TAVSGTCAAFAPNFPIYCAFRLLSGMALAGISLNCMTLNVEWMPIHTRACVGTLIGYV 

1 Mill III 1 Ihll II 1 hlh = 1 : 1 Ml 1 II 
LLVSVSGTAAAFMPTFPLYCLFRFLLASAVAGVMMNTASLLMEWTSAQGSPLVMTLNALG 


229 


Db 


181 


240 


Qy 


230 


YSLGQFLLAGVAYAVPHWRHLQLLVS APFFAFF I YSWF F I ESARWHS S SGRLDLTLRALQ 


289 



:| II I III I II III I I 1 I I I Ihlll: Mill : Ml h II 
Db 241 FSFGQVLTGSVAYGVRSWRMI^I^VSAPFFLFFWSWWLPESARWLITVGKLDQGLQEIiQ 300 

Qy 290 RVARINGKREEGAKiSMEVLRASLQKELTMGKGQASAMELLRCPTLRHLFLCLSMLWFAT 349 

III I - II |:|||||:::::| =111 M I III = = III 
Db 301 RVAAVNRRKAEGDTLTMEVLRSAMEEEPSRDKAGASLGTLLHTPGLRHRTIISMLCWFAF 360 

Qy 350 SFAYYGLVMDLQGFGVSIYLIQVI FGAVDLPAKLVGFLVINSLGRRPAQMAALLLAGICI 409 

I :||| HI! I : h h I Mill hh Mil | = = hi hll 

Db 361 GFTFYGLALDLQALGSNIFLLQALIGIVDFPVKTGSLLLISRLGRRLCQVSFLVLPGLCI 420 

Qy 410 LLNGVIPQDQSIVRTSLAVLGKGCLAASFNCIFLYTGELYPTMIRQTGMGMGSTMARVGS 469 

I I :H ::|::|llll III = I II - ! I I I I I I :h II h 

Db 421 LSN I LVPHGMGVLRS ALAVLGLGCLGGAFTC I T I FS S ELFPTVI RMTAVGLCQVAARGGA 480 

Qy 470 IVSPLVSMTAELYPSMPLFIYGAVPVAASAVTVLLPETLGQPLPDTVQDLESR 522 

= = III : III : I I III : =11111 11111 = 11 = = 

Db 481 MLGPLVRLLGVYGSWMPLLVYGWPVLSGIiAALLLPETKNLPLPDTIQDIQKQ 533 



